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Figure 2 
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MAVLG L L F C LVTF P S C 
ATG GCT GTC TTG GGG CTG CTC TTC TGC CTG GTG ACA TTC CCA AGC TGT 

V L S 
GTC CTG TCC (-1 to -19, Leader) 

QVQVKESGPFLVPPSQ 
CAG GTG CAG GTG AAG GAG TCA GGA CCT TTC CTG GTG CCC CCC TCA CAG 

S LSITCTVSGFSLT 
AGC CTG TCC ATC ACA TGC ACT GTC TCA GGG TTC TCA TTA ACC 

(1-30, Frame work 1) 

T Y G V S 
ACC TAT GGT GTA AGC (31-35, CDR 1) 

WI R QPP GKGLEWLG 
TGG ATT CGC CAG CCT CCA GGA AAG GGT CTG GAG TGG CTG GGA 
(36-49, Frame work 2) 

AIWGDGTT NYHSALI S 
GCA ATT TGG GGT GAC GGG ACC ACA AAT TAT CAT TCA GCT CTC ATA TCC 
(50-65, CDR 2) 

RLS'ISKDNSKSQVFLK 
AGA CTG AGC ATC AGC AAG GAT AAC TCC AAG AGC CAA GTT TTC TTA AAA 

LNSLQT .DDTA TYYCAK 
CTG AAC AGT CTG CAA ACT GAT GAC ACG GCC ACG TAC TAC TGT GCC AAA 
(66-97, Frame work 3) 

LGNYDALDW 
CTG GGT AAC TAC GAT GCT CTG GAC TAC 
(98-106, CDR 3) 

WGQGTSVTVSS 
TGG GGT CAA GGA ACC TCA GTC ACC GTC TCC TCA 
( 107-117, Frame work 4) 

AKTTPPPVYPLVPGSL 
GCC AAA ACG ACA CCC CCA CCC GTC TAT CCA TTG GTC CCT GGA AGC TTG GG 
(Constant region) 
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1A7: 1 DVLMTQTPLSLPVSLGOQASISCRSSQSIVHSNGNTYLEWYLQKPGQSPNLLIYFVSNRF 60 
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Figure 3(B) 
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1A7: 1 QVQVKESGPFLVPPSQSLSITCTVSGFSLTTYGVSWIRQPPGKGLEWLGAIWGDGTTNYH 60 

•G..A .S V V S.... 52 

..LQ....G..A S..IT.V V:....N.:.. 60 

• L G..A G...N.V T. . .N. S.D.N 79 

. .L. .T. .G. .A S. . .H.V VV. .S. .S. . .N 60 

..L G..A S.:.H.V V..AG.S...N 60 

• •L G..A S...H.V V..AG.S...N 60 

..L G..A P..S...0.V V...G.S...N 60 

• •LQ....G..A G...N.V M N.D.N 82 

.L G..A..... G...N.V M N.D.N 60 

..LQ....G..A G...N.V M N.D.N 192 

..L G..A G...N.V M N.D.N 79 

. .L G. .A SR.S.H.V M. . .G. N.D.N 60 
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Figure 3(C) 



**************** ****** 

VL consensus: 1 DVLMTQTPLSLPVSLGDQASISCRSSQSIVHSNGNTYLEWYLQKKGQSPKLLIYFVSNRF 60 
1A7: 1 P....N 60 



* ********* 

VL consensus: 61 SGVPDRFSGSGSGTDFTLXISRVEAEDLGVYYCFQGSHVPW1TGGGTKLEIK 112 
1A7: 61 H2 



***** *********** 

VH consensus: 1 QVQUCESGPGLVAPSQSLSITCTVSGFSLTSYGVHWVRQPPGKGLEWLGVIWGDGSTNYN 60 
1A7: 1 ...V F..P T...S.I.. A T...H 60 



***** *********** 

VH consensus: 61 SALXSRI^ISKDNSKSQVFLKMNSLQTDDTARYYD\RExxxxYYAMDYWGQGTS\rTVSS 119 
1A7: 61 ...I....; L T....KL--GN.D.L.W 117 
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Figure 7(A) 
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GCCQA1AICACC I ATGGCTGTCTTGGGGCTGCTCTTCTGCCTGGTGACATTCCCAAGC 

TGTGTCCTGTCCCAGGTGCAGGTGAAGGAGTCAGGACCTTTCCTGGTGCCeCCCTCA 

CAGAGCCTGTCCATCACATGCACTGTCTCAGGGTTCTCATTAAGCACCTATGGTGTA 

AGCTGGATTCGCCAGCCTCCAGGAAAGGGTCTGGAGTGGCTGGGAGCAATTTGGGG 

TGACGGGACCACAAATTATCATTCAGCTCTCATATCCAGACTGAGCATCAGCAAGGA 

TAACTCCAAGAGCCAAGTTTTCTTAAAACTGAACAGTCTGCAAACTGATGACACGGC 

CACGTACTACTGTGCCAAACTGGGTAACTACGATGCTCTGGACTACTGGGGTCAAGG 

AACCTCAGTCACCGTCTCCTCAGGGGGAGGTGGCTCGGGCGGTGGCGGCTCGGGTGG 

CGGCGG^rCCGATGTTTTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGA 

GATCAAGCCTCCATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATGGAAAC 

ACCTATTTAGAATGGTACCTACAGAAACCAGGCCAGTCTGCAAACCTCCTGATCTAC 

TTTGTTTCCAACCGATTTTCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGG 

ACAGATTTCACACTCAAGATCAGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTAC 

TGCTTTCAAGGTTCACATGTTCCGTGGACGTTCGGTGGAGGCACCAAGCTGGAAATC 

AAATAATCEAGAGATG 
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Figure 16 
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Figure 17(A) 



>gb|L22327|MUSICKAVAA House rearranged immunoglobulin kappa- chain mRNA V-J 

1 GATGTTTTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTCC 60 

61 ATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATGGAAACACCTATTTAGAATGG 120 

121 TACCTGCAGAAACCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTT 180 

181 TCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAAGATC 240 

241 AGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCG 300 

301 TGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAA 336 



>gb|L18941|MU$!G438B Mouse rearranged immunoglobulin light chain Ab438 mRNA V-J 

1 GATGTTTTGATCACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGACATCAAGCCTCC 60 

61 ATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATGGAAACACCTATTTAGAATGG 120 

121 TACCTGCAGAAACCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTT 180 

181 TCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAAGATC 240 

241 AGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCG 300 

301 TGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAA 336 



>gb|M34588|MUSICKABR House Ig kappa-chain mRNA V-J region, partial cds. 

1 GATGTTTTGATGACCCAAACTCCACTCTCCCTNCCTGTCAGTCTTCGAGATCAAGCCTCC 60 

61 ATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATGGAAACACCTATTTAGAATGG 120 

121 TACCTGCAGAAACCAGGCCAGTCTCCAAAGCTCCTNATCTACAAAGTTTCCAACCGATTT 180 

181 TCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAAGATC 240 

241 AGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCG 300 

301 TGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAA 336 



>gb|H32857|HUSIGKCSP Mouse Ig rearranged kappa-chain mRNA V- region, partial 

1 GATGTTTTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTCC 60 

61 ATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATGGAAACACCTATTTAGAATGG 120 

121 TACCTGCAGAAACCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTT 180 

181 TCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAAGATC 240 

241 AGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCG 300 

301 TGGACGTTCGGTGGAGGCACCAAGCTGGAAATC 333 



>gb|M83723|MU$IGKD2A Mouse monoclonal anti idiotypic antibody Ig kappa light 

1 GATGTTTTGATCACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTCGAGATCAAGCCTCC 60 
61 ATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATGGAAACACCTATTTAGAATGG 120 
121 TACCTGCAGAAACCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTT 180 
181 TCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAAGATC 240 
241 AGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCT 300 
301 CGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAA 336 



>emb|Z22035|M0IGKVAH M.domesticus IgK variable region. 

1 GATGTTGTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTCC 60 
61 ATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATGGAAACACCTATTTAGAATGG 120 
121 TACCTGCAGAAGCCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTT 180 
181 TCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAAGATC 240 
241 AGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCG 300 
301 TGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAA 336 




Figure 17(B) 



>gb|H34589|HUSIGKABS House Ig kappa-chain mftNA V- J region, partial cds. 

1 GATGTTTTGATGACNCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTCC 60 

61 ATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATGGAAACACCTATTTAGAATGG 120 

121 TACCTGCAGAAACCAGGCCAGTCTCCAAAGCTCCTNATCTACAAAGTTTCCAACCGATTT 180 

181 TCTGGGGTCCCAGANAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAAGATC 240 

241 AGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCG 300 

301 TGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAA 336 



>gb|H32858|HU$IGKC$Q House Ig rearranged kappa-chain mftNA V- region, partial 

1 GATGTTTTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTCC 60 

61 ATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATGGAAACACCTATTTAGAATGG 120 

121 7ACCTGCAGAAACCAGGCCNGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTT 180 

181 TCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAAGATC 240 

241 AGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCG 300 

301 TGGACGTTCGGTGGAGGCACCAAGCTGGAAATC 333 



>ento|X87231|HHICAPLI M. muse u I us mftNA for antibody light chain 

89 CATCTTTTAATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGACATCAAGCCTCC 148 
149 ATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATCGAAACACCTATTTAGAATGG 208 
209 TACCTGCAGAAACCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTT 268 
269 TCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAAGATC 328 
329 AGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCG 388 
389 TGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAA 424 



>gb|U29428|HHU29428 Hus musculus anti-PC rearranged Ig kappa chain V-J region 

13 GATGTTTTGATCACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTCC 72 
73 ATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAGTGCAAACACCTTTTTAGAATGG 132 
133 TACCTGCAGAAACCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTT 192 
193 TCTGGGGTCCCAGACAGGTTCAGTGGCAGTGGATCAGGGACAGATTTCACACTCAAGATC 252 
253 AGCAGGGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTACACATGTTCCG 312 
313 TGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAA 348 



Figure 18(A) 



>gb|U01185|MMU01185 Mus mus cuius BALB/c enti-glycophorin A type N 

1 CAGGTGCAGCTGCAGGAGTCAGGACCTGGCCTGCTGGCGCCCTCACAGAGCCTGTCCATC 60 
61 ACATGCACTGTCTCAGGGTTCTCATTAACCAGCTATGGTATAACCTGGGTTCGCCAGCCT 120 
121 CCAGGAAAGGGTCTGGAGTGGCTGGGAGTAATATGGGGTGACGGAAACACAAATTATCAT 180 
181 TCAGCTCTCATATCCAGACTGAGCATCAGCAAGGATAACTCCAAGAGCCAAGTTTTCTTA 240 
241 AAACTGAACAGTCTGCAAACTGATGACACAGCCACG TACT ACT GTGCCAAA 291 
292 315 

316 GCTAAGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 360 



>gb|M2698S|MUSIGH1PR Mus musculus productively rearranged IgH chain allele 1, 

1 CAGGTGCAGCTGAAGGAGACAGGACCTGGCCTGGTGGCGCCCTCACAGAGCCTGTCCATC 60 

61 ACATGCACCGTCTCAGGGTTCTCATTAACCAGCTATGGTGTACACTGGGTTCGCCAGCCT 120 

121 CCAGGAAAGGGTCTGGAGTGGCTGGTAGTGATATGGAGTGATGGAAGCACAAACTATAAT 180 

181 TCAGCTCTCAAATCCAGACTGAGCATCAGCAAGGACAACTCCAAGAGCCAAGTTTTCTTA 240 

241 AAAATGAACAGTCTCCAAACTGATGACACAGCCA7GTACTACTGTGCCAGAC 292 

293 300 

301 GGTGACTACTATGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 357 



>ctoj |D 17387 |PVY IB Potato virus Y immunoglobulin gene for monoclonal antibody 

58 CAGGTGCAGCTGAAGGAGTCAGGACCTGGCCTGGTGGCGCCCTCACAGAGCCTGTCCATC 117 
118 ACATGCACTGTCTCAGGGTTCTCATTAACCAGCTATGGTGTAAGCTCGGTTCCCCAGCCT 177 
178 CCAGGAAAGGGTCTGGAGTGGCTGGGAGTAATATGGGGTGACGGGAGCACAAATTATCAT 237 
238 TCAGCTCTCATATCCAGACTCAGCATCACCAAGCATAACTCCAAGAGCCAAGTTTTCTTA 297 
298 AAACTGAACAGTCTGCAAACTGATGACACAGCCACGTACTACTGTGCCAAGCATCTTGAC 357 
358 TAC 360 

361 TGGGGCCAAGGCACCACTCTCACAGTCTCCTCA 393 



>gb|M36228|KUSIGHAEI Mouse Ig heavy-chain mftNA V region, partial cds from 

1 CAGGTGCAGCTGAAGGAGTCAGGACCTGGCCTGGTGGCGCCCTCACAGAGCCTGTCCATC 60 

61 ACTTGCACTGTCTCTGGGTTTTCATTAACCAGCTATGGTGTACACTGGGTTCGCCAGCCT 1 20 

121 CCAGGAAAGGGTCTGGAGTGGCTGGGAGTAATATGGGCTGGTGGAAGCACAAATTATAAT 180 

181 TCGGCTCTCATGTCCAGACTGAGCATCAGCAAAGACAACTCCAAGAGCCAAGTTTTCTTA 240 

241 AAAATGAACAGTCTGCAAACTGATGACACAGCCATGTACTACTGTGCCAGAGGGCATTAC 300 

301 TACG 304 

305 - 305 

306 CTACTATGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCC 354 



>gb|L48671|MUSAB Mus musculus (cell line C3H/F2-22) chromosome 12 ant (-0N A 

1 CAGGTGCAGCTCAAGGAGTCAGGACCTGTCCTCGTGGCGCCCTCACAGAGCCTGTCCATC 60 
61 ACTTGCACTGTCTCTGGGTTTTCATTAACCACCTATGGTGTACACTGGGTTCGCCAGCCT 120 
121 CCAGGCAAGGGTCTGGAGTGGCWGGAGTAATATGGGCTGGTGGAAGCACAAATTATAAT 180 
181 TCAGCTCTCATGTCCAGACTGAGCATCAGCAAAGACAACTCCAAGAGCCAAGTTTTCTTA 240 
241 AAAATGAACAGTCTGCAAACTGATGACACAGCCATGTACTACTGTGCCAAAC 292 
293 304 

305 ACAATGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACNGTCTCCTCA 354 
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Figure 18(B) 



>etnb|X75099|MMASUS1H M.mus cuius (A.SU) cnRNA for ASUS1 antibody heavy chain 

1 CAGGTNCAGCTGAAGGAGTCAGGACCTGGCCTGGTGGCACCCTCACAGAGCCTGTCCATC 60 

61 ACATGCACTGTCTCTGGGTTCTCATTATCCAGATATAGTGTACACTGGGTTCGCCAGCCT 120 

121 CCAGGAAAGGGTCTTGAGTGGCTGGGAATGATATGGGGTGGTGGAAACACAGACTATAAT 180 

T81 TCAGCTCTCAAATCCAGACTGAGCATCAGCAAGGACAACTCCAAGAGCCAAGTTTTCTTA 240 

241 AAAATGAACAGTCTGCAAACTGATGACACAGCCATGTACTACTGTGCCAGAGATGGTTAC 300 

3C1 TACGACTATGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCC 351 



>gb|H36217|MUSIGHA0X Mouse Ig heavy-chain mRNA V region, partial cds. 

1 CAGGTGCAGCTGAAGGAGTCAGGACCTGGCCTGGTGGCGCCCTCACAGAGCCTGTCCATC 60 
61 ACTTGCACTGTCTCTGGGTTTTCATTAACCAGCTATGGTGTACACTGGGTTCGCCAGCCT 120 
121 CCAGGAAAGGGTCTGGAGTGGCTGGGAGTAATATGGGCTGGTGGAAGCACAAATTATAAT 180 
181 TCGGCTCTCATGTCCAGACTGAGCATCAGCAAAGACAACTCCAAGAGCCAAGTTTTCTTA 240 
241 AAAATGAACAGTCTGCAAACTGATGACACAGCCATGTACTACTGTGCCAGA 291 
292 312 

313 TACTATGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCC 360 



>gb|J04609|HUS!GKAF Hus musculus IgH chain (anti-f luorescein antibody 18-2-3) 

rt & CACGTGCACCTGAAGGAGTCAGGACCTGTCCTGGTGGCGCCCTCACAGAGCCTGTCCATC 126 

; =f 127 ACTTGCACTGTCTCTGGGTTTTCATTAACCAACTATGGTGTACACTGGGTTCGCCAGCCT 186 

■M 187 CCAGGAAAGGGTCTGGAGTGGCTGGGAGTAATATGGGCTGGTGGAAACACAAATTATAAT 246 

m 247 TCAGCTCTCATGTCCAGACTGAGCATCAGCAAAGACAATTCCAAGAGCCAAGTTTTCTTA 306 

f 307 AAAATGAACAGTCTGCAAATTGATGACACAGCCATATACTACTGTGCCAAAC 358 

B 359 - 375 

376 TACTATGCTATCGACTATTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 426 



>gb|M34626|KUSIGHACIC Mouse Ig rearranged heavy chain (NC19-F8) mRNA VH-DH-JH4 

1 CAGGTGCAGCTGAAGGAGTCAGGACCTGGCCTGGTGGCGCCCTCACAGAGCCTGTCCATC 60 
61 ACTTGCACTGTCTCTGGG7TTCCATTAACCAGCTATGGTGTAGACTGGGTTCGCCAGCCT 120 
121 CCAGGAAAGGGTCTGGAGTGGCTGGGAGTAATATGGGGTGGTGGAAGCACNAATTATAAT 180 
181 TCAGCTCTCATGTCCAGACTGAGCATCAGCAAACACAACTCCAAGAGCCAAGTTTTCTTA ?40 
241 AAAATGAACAGTCTGCNAACTGATGACACAGCCATGTACTACTGTGCC 288 
289 299 

300 ACGGGGNNTTTACTATGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTC 356 



>gb| 131403 |MU$IGHCVX Mouse immunoglobulin heavy chain variable region (Igh-V) 

58 CAGGTGCACCTGAAGGAGTCAGGACCTGGCCTGGTGGCGCCCTCACAGAGCCTGTCCATC 117 
118 ACTTGCACTGTCTCTGGATTTTCATTAACCACCTATGGTGTACACTGGTTTCGCCAGCCT 177 
178 CCAGGAAAGGGTCTGGAGTGGCTGGGACTAATATGGGCTGGTGGAAACACAGATTATAAT 237 
238 TCGGCTCTCATGTCCAGACTGAGCATCAACAAAGACAACTCCAAGAGCCAAGTTTTCTTA 297 
298 AAAATGAACAGTCTGCAAGCTGATGACACAGCCATGTACTACTGTGCCAGATT 350 
351 367 

368 ACGACTATGCTGTGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA 420 



